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Abstract
Background: The consecutive monoculture for most of medicinal plants, such as Rehmannia glutinosa, results in a
significant reduction in the yield and quality. There is an urgent need to study for the sustainable development of Chinese
herbaceous medicine.
Methodology/Principal Findings: Comparative metaproteomics of rhizosphere soil was developed and used to analyze the
underlying mechanism of the consecutive monoculture problems of R. glutinosa. The 2D-gel patterns of protein spots for
the soil samples showed a strong matrix dependency. Among the spots, 103 spots with high resolution and repeatability
were randomly selected and successfully identified by MALDI TOF-TOF MS for a rhizosphere soil metaproteomic profile
analysis. These proteins originating from plants and microorganisms play important roles in nutrient cycles and energy flow
in rhizospheric soil ecosystem. They function in protein, nucleotide and secondary metabolisms, signal transduction and
resistance. Comparative metaproteomics analysis revealed 33 differentially expressed protein spots in rhizosphere soil in
response to increasing years of monoculture. Among them, plant proteins related to carbon and nitrogen metabolism and
stress response, were mostly up-regulated except a down-regulated protein (glutathione S-transferase) involving
detoxification. The phenylalanine ammonia-lyase was believed to participate in the phenylpropanoid metabolism as
shown with a considerable increase in total phenolic acid content with increasing years of monoculture. Microbial proteins
related to protein metabolism and cell wall biosynthesis, were up-regulated except a down-regulated protein
(geranylgeranyl pyrophosphate synthase) functioning in diterpenoid synthesis. The results suggest that the consecutive
monoculture of R. glutinosa changes the soil microbial ecology due to the exudates accumulation, as a result, the nutrient
cycles are affected, leading to the retardation of plant growth and development.
Conclusions/Significance: Our results demonstrated the interactions among plant, soil and microflora in the proteomic
level are crucial for the productivity and quality of R. glutinosa in consecutive monoculture system.
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Introduction
Tuberous root of Rehmannia glutinosa Libosch in the family of
Scrophulariaceae is used as one of the important and highly demanded
traditional Chinese medicines. High quality R. glutinosa is mainly
produced in Jiaozuo, Henan province (35u199N, 113u519E) of
central China, where the climatic and soil conditions for its
cultivation are the most desirable. However, the productivity
and quality of the tuberous products substantially decline after
consecutive monoculture. This phenomenon is known as soil
sickness (replanting disease) [1] and/or consecutive monoculture
problems [2]. The consecutively monocultured medicinal plants
tend to suffer from severe diseases, which result in reduced biomass,
especially decreased tuberous products. To curb the ill-effects, the
commonpracticeis tocultivatethe medicinal plantsonly onceevery
eight years ona same lot[3]. Therefore,thefarmershavetoplant R.
glutinosa in the less desirable areas outside Jiaozuo, and inevitably
have a poor harvest in yield and quality [4].
Previous studies pointed out some possible consequences of the
consecutive monoculture, including soil nutrient imbalance,
autotoxic substance generation and/or soil borne diseases [4].
For instance, the relative nitrogen (N), phosphorus (P) and
potassium (K) contributions to R. glutinosa’s biomass production
were N.P.K [5]. In addition, the nutritional decline in soil was
not the fundamental reason for the ill-effects caused by consecutive
monoculture [6]. Rather, the main culprit was believed to be the
autotoxicity generated by the plant’s root exudates [3,7]. The GC-
MS analysis on the aqueous extracts of R. glutinosa rhizosphere soil
showed that the allelochemicals, including organic acids, alde-
hydes and phenolics, were potentially harmful for plant growth
PLoS ONE | www.plosone.org 1 May 2011 | Volume 6 | Issue 5 | e20611[8]. There are reports on the negative effects of phenolic acids on
the soil microorganisms, indicating that the allelochemicals (e.g.,
cinnamic acid, 2,4-di-tert-butylphenol and vanillic acid) can affect
the microbial genetic diversity and ecology in soil [1,2]. More
recent studies have revealed that the consecutive monoculture
practice influences the structure and populations of R. glutinosa
rhizoshpere community [9,10]. However, there is no report
hitherto focusing on the relationship among the soil ecosystem,
microbial community and consecutive monoculture in a proteomic
perspective.
There has been an increasing interest on the biological
properties of rhizosphere in situ [11]. Various approaches can be
utilized to obtain the biological information within rhizosphere.
However, the complexity due to the numerous and diverse
interactions among the soil’s physical, chemical, and biological
components seems to have hampered the progress [12]. For
example, the microbial biomass carbon [13], microbial respiration
[14], lipids [15] and nucleic acids [16] that are frequently used as
indicators for the microbial activities, fall short of explaining the
functions of soil microbes in situ. Metaproteomic analysis is capable
of providing information to show the actual functionality with
respect to the metabolic reactions and regulatory cascades. The
methodology, therefore, may offer a greater potential than the
conventional means for functional analysis on the microbial
communities.
Metaproteomics is a study of all proteins recovered directly from
environmental samples at a given time [17]. It has some superior
advantages for soil studies. First of all, the rhizosphere soil
metaproteomics provides a direct evidence on the biological
processes in soil ecosystem at the proteomic level. Even the nucleic
acids-based approaches are greatly restricted due to the weak
correlation between mRNA and protein abundances, and the
complexity of mRNA post-transcriptional processing and modifi-
cation [18]. Moreover, the biological process in rhizosphere soil is
driven not only by the microbes but also by the plants and fauna in
the ecosystem. Extended soil protein identification is essential to an
understanding of the soil ecological processes and the environ-
mental factors that affect the functioning of the rhzosphere soil
ecosystem [19]. Thus, soil metaproteomics can serve as an
indispensable tool for studying rhizosphere biology.
An optimized soil protein extraction protocol was developed
and applied in this study. A proteomic comparison between the
one- and two-year monoculture soils was performed on the
protein extracts obtained. It was speculated that the R. glutinosa
biomasses, both above- and below-ground, would be reduced
when the monoculture was extended from one year to two years,
owing to the imbalance among the community members (i.e.,
plants, microflora and fauna), and the inhibition of nutrient
cycling in the rhizosphere soil. In this study, we aimed to: (i)
extract proteins directly from the rhizoshpere soil, (ii) determine
changes on soil protein abundance under consecutive monocul-
ture, and (iii) understand the interactions between the root
system and the rhizospheric microorganisms. The result might
provide a theoretical basis and technological support for re-
storation of soil damage, improvement of soil ecological
environment, and establishment of an effective cropping practice
to resolve the problems associated with R. glutinosa consecutive
monoculture.
Results
Dried weight of R. glutinosa biomasses
Consecutive monoculture significantly inhibited the growth of
R. glutinosa, as indicated by the reduced above- and below-ground
biomasses after the two-year consecutive monoculture (Table 1).
The two-year consecutive monoculture significantly lowered the
dry weights of the above-ground R. glutinosa plant on the 70th,
80th and 90th day after planting, and those of the below-ground
tuber on the 60th, 70th, 80th and 90th day after planting. The
plant’s root to shoot ratios (R/S) on the 50th, 60th, 70th, 80th
and 90th day were significantly lowered by the extended
monoculture.
Root activity and N, P and K contents of R. glutinosa
The consecutive monoculture significantly retarded the R.
glutinosa’s root activity, as indicated by reductions of the plant’s
bleeding intensity (BI) and K content in the sap (Table 2). From 95
to 135 days after planting, the plant’s BI was consistently higher in
the one-year than that in the two-year consecutive monocultured
plants. The changes in the sap’s K content had a similar trend. N
and K contents in R. glutinosa significantly declined under the two-
year consecutive monoculture (Table 3). On the other hand, there
was no significant difference in the P content between the one- and
two-year monocultured samples.
Table 1. Morphological indices of one- and two-year monocultured R. glutinosa.
Days after planting Years of cultivation Dry weight (g) Root to shoot ratio
aboveground belowground
50 One-year
1) 3.6260.45a 1.4860.39a 0.38
Two-year
2) 5.3260.38a 1.4760.27a 0.31
60 One-year 5.5360.22a 6.6260.26a 1.16
Two-year 6.8160.35a 3.4260.53b 0.41
70 One-year 8.7160.44a 9.9160.47a 1.14
Two-year 8.1460.29b 2.7260.36b 0.35
80 One-year 12.1960.43a 18.9460.55a 1.55
Two-year 8.5360.51b 4.6160.28b 0.5
90 One-year 17.5760.31a 25.0860.35a 1.43
Two-year 9.8560.29b 7.5160.53b 0.8
Note: Data are means6SE (n=10), and different letters show significant differences at the 5% level according to its p-value between R. glutinosa samples harvested on
different length of time after planting for one-year monoculture
1) and two-year consecutive monoculture
2) by Tucky’s test (P#0.05).
doi:10.1371/journal.pone.0020611.t001
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Consecutive monoculture had a significant effect on the content
of total phenolic acids in soil (Table 4). The total phenolic acid
content was significantly higher in the two-year than in the control
or the one-year monocultured soil. In addition, the inhibition
effect of the phenolic acid extract (PAE) from the soil samples on
lettuce’s root length showed a significantly greater retardation on
the root growth in the two-year monoculture, as compared to the
control and that in the one-year monoculture.
Profile analysis of metaproteome in rhizospheric soils
Further analysis was done to investigate the changes of the
proteins from rhizosphere soil samples in response to the
consecutive monoculture. A high resolution 2-DE gel protein
separation was applied in the pI range between 5 and 8. After
silver staining, protein spots were isolated and analyzed using the
ImageMaster
TM 2D Platinum software (version 5.0, GE Health-
care, Uppsala, Sweden). Highly reproducible 2-DE maps were
obtained in the three different soil samples with significant
correlations of scatter plots (Figure 1). The correlation index
between the control soils and the one-year monoculture soils, and
the correlation index between the control soils and the two-year
monoculture soils were 0.772 and 0.812, respectively. All 2-DE
images had a similar spot distribution pattern, implying that they
shared similar bio-information.
To obtain a metaproteomic profile for the R. glutinosa rhizosphere
soil, 152 protein spots with high resolution and repeatability were
randomly selected and excised from the prepared gels, digested
in-gel with trypsin, and 103 protein spots were successfully analyzed
by LIFT-MALDI TOF-TOF MS (Figure 2, 3). This meant that 49
protein spotsfailed tobe identified byMS maybe dueto theexcision
process not producing usable data or the incomplete environmental
metaproteome databases. Database searching was conducted with
the BioTools 3.1 software and MASCOT 2.2.03 search engine,
firstly against all entries on NCBInr and followed by the ‘Bacteria’
and ‘Fungi’ database. Thirty-four proteins sharing equal searching
by MS/MS and MS against all entries are listed in Table S1. Forty-
one proteins matched at least 2 MS/MS peptides are listed in Table
S2. Twenty-eight proteins matched at least 3 peptide mass
fingerprintings (PMFs) are listed in Table S3.
The identified proteins were classified by their functions using
the KEGG database (Kyoto Encyclopedia of Genes and Genomes
at http://www.genome.jp/kegg/). According to the putative
physiological functions, they were categorized into 14 groups, as
shown in Figure 4, by their association with (i) carbohydrate and
energy metabolism, (ii) glycan biosynthesis and metabolism, (iii)
xenobiotics biodegradation and metabolism, (iv) cofactors and
vitamins metabolism, (v) secondary metabolism, (vi) amino acid
metabolism, (vii) protein metabolism, (viii) nucleotide metabolism,
(ix) signal transduction, (x) stress/defense response, (xi) genetic
information processing, (xii) storage protein, (xiii) virulence factor
and (xiv) membrane transport. Among them, 75.73% were derived
from plants, 11.65% from bacteria and 12.62% from fungi (Table
S1, S2 and S3). It demonstrated that the chemical-biological
process in the rhizosphere ecosystem is driven by both the plants
and the microbes, and even by the fauna. The largest functional
group was the proteins involved in carbohydrate and energy
metabolism (27.18%), followed by those associated with the amino
acid metabolism (16.50%). They were associated with the soil
nutrient cycles, including carbon (C) and N cycling. Sixteen
proteins related to the stress/defense response (including the
superoxide dismutase and catalase), 4 involved in the secondary
metabolism (including the phenylalanine ammonia-lyase, geranyl-
geranyl pyrophosphate synthase and Pentalenene synthase), and 3
related to the xenobiotics metabolism (including the glutathione S-
transferase and tellurite resistance protein) were also identified.
Eight protein spots (including the chemotaxis signal transduction
protein, methyl-accepting chemotaxis protein, GTP-binding
protein, G-protein signaling regulator and TGF-beta receptor-
interacting protein 1) from both the microbes and the plants
relating to the signal transduction were detected.
Based on the metaproteomic data, a tentative metabolic model
for the rhizosphere soil proteins was proposed as shown in Figure
S1. It indicated the complex interrelationship among the diverse
metabolism pathways. The identified soil proteins function in
energy production, protein, nucleotide, amino acid and secondary
Table 2. Effects of consecutive monoculture on R. glutinosa root activity.





110 One-year 14.7a 0.33a
Two-year 6.01b 0.26b
135 One-year 9.16a 0.27a
Two-year 6.32b 0.20b
Note: Different letters show significant differences at the 5% level according to its p-value between R. glutinosa samples harvested on different length of time after
planting for one-year monoculture
1) and two-year consecutive monoculture
2) by Tucky’s test (n=10, P#0.05).
doi:10.1371/journal.pone.0020611.t002
Table 3. Effects of consecutive monoculture on N, P and K




cultivation N (mg/g) P (mg/g) K (mg/g)
70 One-year
1) 14.3a 1.86a 3.89a
Two-year
2) 15.4a 2.00a 3.17b
95 One-year 11.3a 1.51a 3.19a
Two-year 6.80b 1.66a 2.00b
110 One-year 12.7a 2.16a 2.87a
Two-year 10.8b 1.77a 2.61b
Note: Different letters show significant differences at the 5% level according to
its p-value between R. glutinosa samples harvested on different length of time
after planting for one-year monoculture
1) and two-year consecutive
monoculture
2) by Tucky’s test (n=10, P#0.05).
doi:10.1371/journal.pone.0020611.t003
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resistance, etc. Most of proteins involved in the carbohydrate
and amino acid metabolism originated from plants, which might
provide the energy necessary and precursor materials for the
organic acid efflux process, secondary metabolism and defence
responses under biotic and abiotic stresses. However, some
microbe proteins related to the membrane transport including
the ABC transporter ATP-binding subunit, termed quorum-
sensing regulated transporter, and signal transduction including
the chemotaxis signal transduction protein and methyl-accepting
chemotaxis protein were identified in the rhizospheric soil, which
might play an important role in the root colonization of microbes.
Therefore, it was clear that soil proteins from both the plants and
the microbes played roles in the rhizosphere biological process
through the primary metabolism, secondary metabolism, signal
transduction, etc. They influenced the nutrient cycling in the
rhizosphere ecosystem and mediated the interactions between the
plants and the soil microbes (Table S1, S2 and S3).
Table 4. Effects of consecutive monoculture on total phenolic acids in soil.
Unplanted soil One-year monoculture soil Two-year monoculture soil
Total phenolic acids in soil (mmol/g) 7.4960.13c 8.6460.15b 9.4560.42a
Length of lettuce root (cm) 2.6460.23a 2.4960.27a 2.0760.26b
Lettuce root growth inhibition rate 0% 5.7% 21.5%
Note: Data are means6SE, and different letters show significant differences at the 5% level according to its p-value between total phenolic acid contents by Tucky’s test
(P#0.05, n=3) and lengths of lettuce root by Tucky’s test (P#0.05, n=50).
doi:10.1371/journal.pone.0020611.t004
Figure 1. Silver stained 2-D gel of proteins extracted from rhizosphere soil. A: Proteins extracted from the control soil. B: Proteins
extracted from the one-year R. glutinosa-monocultured soil; C: Proteins extracted from the two-year R. glutinosa-monocultured soil. D: Repeatability
analysis of 2-DE maps of soil proteins extracted from three different soil samples. Arrows in A point at proteins with differential expressions. Upward
arrows in B and C indicate the positions of up-regulated proteins and downward arrows show the positions of down-regulated proteins, while white
circles in B and C represent the same expression level compared to the control. Scatter plots in D give an idea of the relationship between the spot
values (%Vol) from two gels (CK vs NP, CK vs CM) by searching for the linear dependence between the spot values of one gel (variable X, namely NP
or CM) and the corresponding values in a reference gel (variable Y, namely CK).
doi:10.1371/journal.pone.0020611.g001
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rhizospheric soils
Since the soil proteins have a significant effect on the soil
biological process, a comparative analysis was carried out to
analyze the changes of metaproteomic characterization in the
consecutively R. glutinosa-monocultured rhizosphere soil. A quan-
titative analysis revealed that a total of 33 protein spots with high
repeatability were differentially expressed, i.e., their intensities
varied, at least on one gel in comparison to the control, by more
than 1.5-fold. Among the differentially expressed proteins, 4 spots
(spots 14, 18, 20 and 145, constituting 12.12%) were down-
regulated with the increasing years of monoculture. Nine spots
(spots 6, 9, 10, 16, 33, 50, 53, 131 and 135, constituting 27.27%)
were up-regulated only in the two-year monoculture soil, but none
in the one-year monoculture soil. One spot (spot 23, constituting
3.03%) was up-regulated only in the one-year monoculture soil,
but none in the two-year monoculture soil. Two spots (spots 21
and 60, constituting 6.06%) were down-regulated only in the two-
year monoculture soil, but none in the one-year monoculture soil.
The remainders (spots 1, 2, 3, 4, 5, 7, 8, 11, 12, 13, 15, 17, 19, 39,
45, 46 and 111, constituting 51.52%) were all up-regulated with
the increasing years of monoculture (Figure 5).
As shown in Table S4, 33 protein spots with differential
expressions were successfully identified by MS. Among them, spot
Figure 2. Representative 2-DE gel of proteins extracted from control. Spot numbers correspond to numbers used in Table S1, S2 and S3.
doi:10.1371/journal.pone.0020611.g002
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identical proteins in function. These 26 proteins from the plants
(constituting 78.79%) were sorted into 8 categories according to
their functions using the KEGG database: (i) carbohydrate
metabolism and energy (spots 1, 2, 5, 6, 8, 9, 11 16, 23 and 60,
constituting 38.46%), (ii) glycan metabolism (spot 12, constituting
3.85%), (iii) amino acid metabolism (spots 4, 7, 10, 13, 15 and 46,
constituting 23.08%), (iv) protein metabolism (spot 39, constituting
3.85%), (v) stress/defense response (spots 17, 33 and 131,
constituting 11.54%), (vi) xenobiotics biodegradation and metab-
olism (spots 14 and 18, constituting 7.69%), (vii) secondary
metabolism (spots 3 and 19, constituting 7.69%), and (viii) signal
transduction (spot 21, constituting 3.85%). The largest functional
category was the proteins involved in carbohydrate metabolism
and energy (including the glyceraldehyde-3-phosphate dehydro-
genase and aconitate hydratase), followed by those associated with
the amino acid metabolism (including the serine hydroxymethyl-
transferase and S-adenosylmethionine synthetase). In addition, two
protein spots representing the same protein (phenylalanine
ammonia-lyase) involved in the secondary metabolism and three
in the stress/defense response (including the superoxide dismutase
and catalase) were also identified. These 7 proteins from the
microbes (constituting 21.21%) were categorized into 6 groups: (i)
glycan metabolism (spot 53, constituting 14.29%), (ii) cofactors and
vitamins metabolism (spot 111, constituting 14.29%), (iii) protein
metabolism (spots 45 and 135, constituting 28.57%), (iv) secondary
metabolism (spot 20, constituting 14.29%) (v) signal transduction
(spot 145, constituting 14.29%) and (vi) virulence factor (spot 50,
constituting 14.29%). In sum, consecutive monoculture induced
the changes of the expression of soil proteins from both the plants
and the microbes. These differentially expressed soil proteins
participated in the primary metabolism, secondary metabolism
and stress/defense response, etc.
Discussion
To date, this is the first report using comparative soil metapro-
teomics to study the effects involving consecutive monoculture. The
result might help to unravel the intricate interactions among plant
rootsystem,rootexudatesandrhizosphericmicroflora.Inthe present
Figure 3. Representative MS spectra of proteins identified by MALDI TOF-TOF MS. Protein Spot 10 was excised from gels, and spectrum of
peptides derived after tryptic digestion. (A) MS spectrum of Ion 1453.775 was analyzed by MS/MS. (B) TOF/TOF spectrum of Ion 1453.775. (C) Tandem
mass spectrum that confirmed the responding amino acid sequence, FVIGGPHGDAGLTGR, by analyzing b- and y-ions derived from the peptide ion.
doi:10.1371/journal.pone.0020611.g003
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involved in several metabolic pathways such as the energy
production, protein biosynthesis and turnover, xenobiotics biodegra-
dation, defence machinery and secondary metabolism. Most of these
pathways were associated with the soil nutrient cycles, including C
andNcycling[20].Recentadvanceshaveshownthatlow-molecular-
weight (LMW) organic compounds in the rhizosphere have a specific
role in plant-microbe-soil interactions [11]. Signal molecules
exchanged between plants and microorganisms have been identified
that favor beneficial plant colonization [21]. Plant roots might
develope defence strategies by secreting compounds into the
rhizosphere that interfere with bacterial quorum sensing responses
[22]. However, motile bacteria could respond to environmental cues
or a specific plant to move to more favorable locations [23]. In the
present study, several proteins from plants and microbes relating to
the signal transduction were detected in the rhizosphere soil. These
proteins might play a vital role in the cross-talking process and induce
metabolic changes inside the organisms. Two soil proteins (including
the chemotaxis signal transduction protein and methyl-accepting
chemotaxis protein) related to the signal transduction were detected
in this study, which controlled the chemotaxis behaviors of bacteria.
Comparative metaproteomic analysis of the consecutively mono-
cultured R. glutinosa rhizosphere soil revealed that consecutive
monoculture had a profound effect on the metaproteomic charac-
terization in the rhizosphere soil and altered the expression level of
soil proteins from both plants and microbes. These differentially
expressed proteins were related to various metabolic pathways such
as carbohydrate/energy metabolism, amino acid metabolism,
secondary metabolism, stress/defense response etc.
Carbohydrate/energy metabolism and root exudates
Our proteomic analysis showed that 7 proteins (spots 1, 2, 5, 6,
8, 9 and 16) derived from the plants linked to the glycolysis (EMP)
/ tricarboxylic acid (TCA) cycle, and were highly expressed in the
two-year monoculture soil. Release of low-molecular-weight
(LMW) organic compounds from the plant roots could be affected
by a wide range of stress conditions, such as toxic microbial
Figure 4. Functional classification of identified proteins. Identified proteins were classified according to their functions using KEGG database
(Kyoto Encyclopedia of Genes and Genomes, http://www.genome.jp/kegg/).
doi:10.1371/journal.pone.0020611.g004
Figure 5. Expression levels of 33 identified proteins as
compared to control. Changes in protein expression under
consecutive monoculture were calculated by Image Master software
5.0.
doi:10.1371/journal.pone.0020611.g005
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[28], drought [29] and nutrient deficiency [30]. In a consecutive
monoculture, R. glutinosa releases a large number of LMW root
exudates including sugars, carboxylates, amino acids and pheno-
lics [7,31–33]. Some researchers suggested that the increased
efflux was not the cause of the slowed growth; rather, slow growth
led to the increased efflux [34]; and hence, the raised respiratory
cost [35]. However, the passive efflux needs to be compensated by
an increased active influx, and therefore, a heightened respiratory
or energy cost for the plant. Furthermore, rhizosphere C input
from plant roots via rhizodeposition was the driving force for the
well-documented ‘rhizosphere effect’, which stimulated microbial
growth and activity in close proximity to plant roots [36].
Increased microbial activity in the rhizosphere could promote
competition between microbes and plants for limiting mineral
nutrients such as N, P, Fe and Mn [37]. Some reports, on the
other hand, suggested that the root exudation was not so much a
passive event, but a means of manipulating the C content in the
rhizosphere that changes soil microbial population [38]. Increased
rhizodeposition has been reported as a response to a wide range of
nutrient limitations, such as deficiencies in P, K, calcium or zinc
[30,39]. Carboxylate exudates, such as malate, fumarate, oxalate,
malonate, citrate and aconitate, are substances associated with P
mobilisation [35,40], which are mostly the intermediates of the
TCA cycle.
Amino acid metabolism and root exudates
Six proteins (spots 4, 7, 10, 13, 15 and 46) originated from the
plants linked to the amino acid metabolism were up-regulated, and
two (spots 14 and 18) down-regulated. The up-regulated enzymes
are catalysts in plant’s N metabolism. They might lead to the release
of amino acids in the plant causing partially the increased amino
acid concentration in the roots [41]. Amino acid metabolism is also
essential for protein metabolism. Most of the differentially expressed
proteins from the plants were up-regulated as observed in the
present study (Figure 5 and Table S4). Carbon and N metabolisms
are linked by the shared intermediates and products [38,42]. Plants
can release either amino acids, or organic acids converted from
amino acids. The protein, spot 7, was identified as methylmalonate-
semialdehyde dehydrogenase, which involves in the propanoate
metabolism. This enzyme catalyzes the conversion of methylmalo-
nate semialdehyde (catabolite of valine) into propanoyl-CoA, which
could be further converted into one of the LMW organic acids,
propanoate, by propanoyl-CoA transferase.
The down-regulated proteins (spots 14 and 18) was identified as
glutathione S-transferase (GST), which was linked to detoxification
function in the plants. It catalyzes a variety of reactions, and
accepts endogenous and xenobiotic toxic substrates [43]. A study
analyzed the effects of plant polyphenols on the uncharacterized
rat liver GSTs, and reported that several novel naturally occurring
flavonoids and other polyphenols exerted varying degrees of
concentration-dependent inhibition on GST [44]. Therefore,
GST was down-regulated possibly due to accumulation of phenols
in the consecutive monocultured rhizosphere. As a consequence,
the plant could not effectively detoxify toxins, further worsening
the autotoxic effect.
Secondary metabolism and allelopathy
Two proteins, spot 3 and spot 19, linked to the secondary
metabolism were found to be highly expressed with the extended
monoculture. The two separate spots (spots 3 and 19) originated
from the plants were identified to be the same protein,
phenylalanine ammonia-lyase. The enzyme catalyzes the deam-
ination of phenylalanine into cinnamate and ammonia, which is
the first step in the formation of phenylpropanoids. The products
of phenylpropanoid metabolism, such as coumaric acid, ferulic
acid, 4-hydroxy-benzoate, vanillin, etc., were allelochemicals that
are detrimental to plant development [7,33,45,46]. In the present
study, total phenolic acid content was found to be significantly
higher in the two-year than the one-year monoculture soil
(Table 4).
Stress/defense response proteins
Our proteomic analysis showed that two proteins (spots 17 and
33) originated from the plants relating to the stress/defense
response were highly expressed in the two-year monoculture soil.
They were identified as superoxide dismutase and catalase,
important agents for antioxidant defense in nearly all cells
[47,48]. One up-regulated protein (spot 131) was identified as
ricin B-related lectin (previously called type 2 ribosome-
inactivating proteins, RIPs), which plays an important role in
plant interactions with pest insects [49]. One protein (spot 39)
from the plants relating to the protein folding, namely mitochon-
drial chaperonin-60 was also highly expressed with the increasing
years of monoculture. The chaperonins, a ubiquitous family of
sequence-related molecular chaperones, are essential for protein
folding under both normal and stressful conditions [50,51].
However, 6-phosphogluconate dehydrogenase (spot 60), a protein
related to the pentose phosphate pathway was down-regulated in
the two-year monoculture soil. This pathway is a process that
generates NADPH and pentoses. One of the functions of NADPH
in the cell is to prevent oxidative stress [52]. As the plants are
under consecutive monoculture conditions, they are faced with
stresses such as autotoxic allelochemicals accumulation soil borne
diseases. Our results suggested that, the plant might prevent
oxidative stress through superoxide dismutase and catalase rather
than NADPH generated in the pentose phosphate pathway.
Soil proteins originated from microbes
Six proteins from the bacteria (spots 20, 45, 50, 53, 111 and
145) and 1 from the fungi (spot 135) were differentially expressed
with the extended monoculture. Among them, 4 proteins (spots 45,
53, 111 and 135) were highly expressed in the two-year
monoculture soil. They were identified as threonyl-tRNA
synthetase, cellulose synthase regulator protein, lipoyl synthase
and mitochondrial ribosomal protein L8, which were related to
the protein metabolism [53], cell wall biosynthesis [54], cofactors
and vitamins metabolism [55], and mitochondrial protein
metabolism [56], respectively. These metabolism pathways play
important roles in the life process such as the growth, reproduction
and heredity of the bacteria. One up-regulated protein (spot 50)
was identified as filamentous hemagglutinin (FHA), which has
been reported as a bacterial virulence factor required for plant
tissue colonization being mainly involved in surface attachment
and biofilm formation [57]. However, one down-regulated protein
(spot 145) was identified as methyl-accepting chemotaxis protein,
which is a sensory protein important in chemotaxis of numerous
beneficial bacteria, i.e. Sinorhizobium meliloti [58]. Using a process
termed chemotactic response, motile bacteria are capable of
detecting numerous attractants and repellents and responding
appropriately by moving towards increasing concentrations of
nutrients and away from increasing concentrations of toxic
compounds [59]. In the present study, we also found that one
protein (spot 20) was down-expressed with the increasing years of
monoculture, identified as geranylgeranyl pyrophosphate synthase
originated from Mycobacterium intracellulare. This enzyme involves in
the terpenoid pathway. It catalyzes the condensation of famesyl-
diphosphate and isopentenyl-diphosphate to form geranylgeranyl
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sor of diterpenoid backbone, including gibberellins (GAs). GAs are
a group of diterpenoid acids that function as plant growth
regulators that modulate various developmental processes, includ-
ing stem elongation, germination, dormancy, flowering, sex
expression, enzyme induction, and leaf and fruit senescence in a
plant. It is likely that consecutive monoculture could alter the root
exudates composition, which leads to population decline for the
beneficial plant growth-promoting rhizospheric microorganisms
(PGPRs). PGPRs are a heterogeneous group of microbes that
stimulates plant growth through various mechanisms, such as plant
hormone production [60], N2 fixation [61], K solubilisation [62]
and pathogen suppression [63], and stimulation of other beneficial
microorganisms, such as N2-fixers or mycorrhizal fungi [64]. As a
result, consecutive monoculture might lead to an alteration of soil
microbial community, and an accumulation of some rhizosphere-
inhabiting microbes that were known to participate in detrimental
interactions with the plant, and PGPRS population decline [65].
Most of the studies on R. glutinosa in the past have focused on the
plant’s autotoxicity. It was suggested that the undesirable effects
brought about by consecutive monoculture stemmed from the
autotoxicity by the root exudates [3]. However, the exact
mechanism of the autotoxicity remains unclear. Some argued
that the root exudates or litter could affect the rhizospheric
microorganisms. For instance, stachyose, a major component in R.
glutinosa tuber, significantly affects the microbial equilibrium in the
rhizosphere [32]. The root exudates might cancel out soil
bacteriostasis, and selectively promote the growth of specific
microbes. In turn, the dominant microflora induce changes on
plant’s metabolisms, and increase exudates secretion [66,67].
Similarly, our metaproteomic analysis also showed that all proteins
involved in the carbohydrate/energy, amino acid and secondary
metabolisms were up-regulated, as compared to the control, in
both one- and two-year consecutive monoculture soils. Plant roots
release organic compounds (e.g., stachyose) based on needs of its C
and N metabolism. Most of these pathways participated in the soil
nutrient cycles, including C and N cycling [20]. Accumulation of
root exudates in the rhizosphere after R. glutinosa cultivation can
rapidly cause pathogen proliferation in the replanted soils [68].
Under consecutive monoculture, the root exudates residue and the
luxuriant pathogen growth could retard R. glutinosa development
from its seeding to elongating stage, resulting in significantly
declines on yield and quality [7,68]. In other words, the
microorganisms directly affected the quantity and composition of
the root exudates, which inevitably altered the rhizosphere. In
addition, changes in the microbial composition might also affect
the nutrient cycling in soil, and therefore, the plant nutrition,
which was shown by the changes in the root activity and N and K
contents of the R. glutinosa plants (Table 2, 3). Our field experiment
showed the typical effect of the consecutive monoculture on R.
glutinosa (Table 1). The results showed that the root activity of the
two-year consecutive monocultured plants was significantly lower
than that of the one-year monocultured plants (P # 0.05). The K
content in the bled sap was significantly lower for the two-year
than the one-year monocultured R. glutinosa. It is suggested that
there might be some growth inhibitory factors that affected the
plant’s nutrient absorption in the ecosystem. The N and K
contents, especially K, of the two-year monocultured R. glutinosa
were significantly lower than those of the one-year counterparts.
Our soil metaproteomic analysis results provide a new insight
into the biological functions of soil proteins, and a solid foundation
to understand the interactions between the microorganisms and
plants in the soil ecosystem. However, it should be noted that the
databases for soil protein identification are still incomplete. An
improved availability of protein database derived from environ-
mental samples and de novo sequencing strategies will undoubtedly
facilitate protein identification, environmental metaproteomic
analysis and functional interpretation.
Materials and Methods
Soil samples
The R. glutinosa cultivar, ‘Wen 85-5’, was kindly provided by
Wen Agricultural Institute, Jiaozuo, Henan, China for the study
conducted on plots located at the Sunshine Agricultural
Demonstration District, Jiaozuo, Henan (35u199N, 113u519E).
The location was believed to be the most desirable natural setting
for the growth of R. glutinosa. In the area used for planting wheat as
the former crop, 3 random plots (12 m
2) for each of the 3
cultivation patterns were designed for the trial test. The cultivation
pattern included fallow plots as the control (CK) and two
treatments, i.e., one-year monoculture (NP) and two-year
consecutive monoculture (CM). Individual R. glutinosa tubers (3–
4 cm in length) were planted on the plots with a spacing at
25630 cm among plants. The plantings for the two-year
consecutive monoculture were made on April 15, 2008 and April
15, 2009, and on April 15, 2009 for the one-year treatment.
Fifty days after planting, 10 plants from the two treatments were
randomly excavated every ten days for samples. The sampled
plants were carefully washed for the dry matter determination of
both above- and below-ground biomasses in a 70uC oven for
drying until constant weight. The R/S ratio was calculated by
using the formula: R/S= dry weight of tubers and roots/dry
weight of shoots. On the 70th, 95th and 110th day after planting,
10 plants from the treatment groups were blanched in an oven at
105uC for 20 min, and dried at 70uC until constant weight. The
dried samples were also used for N, P and K determinations [69].
Soil samples were obtained from 5 random locations on each
plot at the tuber formation stage on November 30, 2009. The
plants were carefully uprooted with a forked spade. Their roots
were shaken to remove loosely attached soil. The rhizosphere soil
samples were stored at 280uC for the determination of total
phenolic acids content. For protein extraction, the soil samples
were dried at 70uC for 2 h, pulverized in a mortar, and sieved
through a 2 mm mesh to facilitate the process.
Determination of root activity
Root activity was determined by BI of the plant [70]. On the
95th, 110th and 135th day after planting, 10 plants from each
treatment group were randomly selected. Each plant was cut on
the stem 2–3 cm above the ground at 5 p.m. The cut on the stem
that remained with the root system was capped with a tube filled
with sufficient absorbent cotton to collect the bleeding sap. At
8 a.m. the next morning, the tube was removed and weighted as
W2. The time interval for the sap sampling was T=15 h. The root
activity was represented as BI = (W2- W1)/ T, where, W1 =
weight of tube and cotton prior to sap collection. The K content in
the bled sap was also determined.
Determination of total phenolic acids in rhizospheric soil
Total phenolic acid content in rhizospheric soil was measured
by the phosphomolybdic-phosphotungstic acid phenol reagent
colorimetry. Briefly, 3 g of a soil sample were mixed with 30 ml
deionized water (pH 4.0) by shaking at 200 rpm at ambient
temperature for 1 h. The mixture was centrifuged at 250 g for
15 min, and filtered with filter paper. In 3.25 ml of the filtrate (i.e.,
PAE), 0.25 ml phenol reagent and 1.25 ml of 1 M sodium
carbonate were added with shaking. After incubation at ambient
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obtained at 770 nm. Three replications were used for each
treatment. The total phenolic acid content in the soil samples was
calculated by comparison with their respective standard curves. In
addition, the filtrate was used to determine the effects of PAE on
the length of lettuce root. The average root length (RL) was
obtained according to the following procedure. Four ml PAE were
placed in a 250 ml beaker with a filter paper. Ten pre-germinated
lettuce (Lactuca sativa L.) seeds were put in each of the 5 beakers for
each treatment. The lettuce plants were incubated at 25uC for 5 d
(12 h in darkness, 12 h under light per day). Length of the lettuce
roots was measured. The root growth inhibition rate (IR) was
calculated by using the formula: IR= (average RL of control
plants – average RL of treatment plants / average RL of control
plants) 6100%.
The phenol reagent used in this study was prepared as follows.
Twelve g sodium tungstate, 5 g sodium molybdate, 70 ml
deionized water, 4 ml phosphoric acid (85%), and 12 ml
hydrochloric acid (36.7%) were put into a 250 ml matrass and
heated in boiling water for 1 h. Then 6 g aluminum sulfate and
0.4 ml bromine water were added into the mixture, and heated in
boiling water for 25 min. After coagulation, the mixture was
diluted to 100 ml with deionized water and filtered with filter
paper. The filtrate was diluted with equal volume of deionized
water and stored at 4uC in preparation for use.
Protein extraction and purification
In order to apply the metaproteomic approach for the study, it
is critical that a high resolution and sensitivity on the 2-DE be
achieved. The soil proteins from cultivated samples were extracted
and purified by the following protocol developed in our lab [71].
Briefly, 1 g of dry cultivated soil powder were extracted using
5 mL of 0.05 M citrate buffer (pH 8.0) and 5 mL of 1.25% SDS
buffer (1.25% w/v SDS, 0.1 M Tris-HCl, pH 6.8, 20 mM DTT),
respectively. Then the proteins obtained from both citrate
extraction and SDS extraction were solubilized and mixed in the
same rehydration solution for SDS-PAGE and 2D-polyacrylamide
gel electrophoresis (2-DE). Prior to electrophoresis, protein
concentration was determined by Bradford assay using dilutions
of bovine serum albumin as standards.
SDS-PAGE and 2D-PAGE of extracted proteins
The extracted proteins were separated by SDS-PAGE [72] and
2D-polyacrylamide gel electrophoresis [73]. To prepare for the
electrophoresis, protein pellets were first dissolved in an appropri-
ate lysis solution (7 M urea, 2 M thiourea, 65 mM DTT and 4%
CHAPS) with sonication for 10 min, and followed by centrifuga-
tion at 18,000 g and ambient temperature for 15 min to obtain the
supernatant for protein separation.
For SDS-PAGE, the solubilized proteins were mixed with 56
loading buffer (60 mM Tris–HCl, pH 6.8, 25% glycerol, 2% SDS,
14.4 mM b-mercaptoethanol and 0.1% bromophenol blue), and
incubated at 95uC for 5 min. Discontinuous SDS-PAGE was
performed using a 5% stacking gel and a 10% separating gel. The
stacking gel was connected to a constant 8 mA current, and the
separating gel, 15 mA current. Unstained protein molecular
weight (MW) marker (14.4–116 kD) was loaded. After the
electrophoresis, with gentle shaking at ambient temperature, gels
were stained for 2 h with 0.03% (w/v) Coomassie Brilliant Blue R-
250, 50% methanol and 10% glacial acetic acid. Subsequently, the
gels were de-stained several times with 5% methanol and 7%
glacial acetic acid with gentle shaking.
For the 2-DE, a 150 mg soil protein sample was loaded. An
isoelectric focusing (IEF) tube gel (17 cm 60.02 cm) containing
8 M urea, 3.5% acrylamide, 2% NP-40, 2% ampholines (GE
Healthcare, Uppsala, Sweden)(ratio of pH 3.5–10.0 to pH 5.0–8.0
was 1:5 for a nonlinear gel) was prepared. The samples were
separated by IEF in the first dimension, and SDS-PAGE using a
5% stacking gel and a 10% separating gel in the second dimension.
MW markers ranging from 14.4 to 116 kDa (Promega, Madison,
USA) were used in the second dimension for size standardization.
After the electrophoresis, gels were stained with silver nitrate [74],
scanned with Imagescan, and analyzed with the ImageMaster
TM
2D Platinum software 5.0 (GE Healthcare, Uppsala, Sweden).
Repeatability analysis of 2-DE maps of soil proteins was carried
out through scatter plots with ImageMaster
TM 2D Platinum
software 5.0 (GE Healthcare, Uppsala, Sweden) according to the
manufacture’s instructions. Protein spots with greater than 1.5-fold
change from the normalized volume were considered differentially
expressed.
Protein identification by LIFT-MALDI TOF-TOF MS
It is most feasible to identify proteins with the available
metagenomic sequences. However, short of the environmental
sequence data, proteins obtained from environmental samples can
also be identified reliably from their respective de novo peptide
sequences by searching against the current databases using the MS
basic local alignment search tool (BLAST) algorithm [75].
Protein spots of interest are excised manually from gels for mass
spectrometric analysis [76]. In this study, each selected gel spot
was rinsed twice with deionized water, de-stained with 25 mM
ammonium bicarbonate in water/acetonitrile (50/50) solution,
and treated with 1:1 solution of 30 mM potassium ferricyanide
and 100 mM sodium thiosulfate and then equilibrated in 50 mM
ammonium bicarbonate (pH 8). After dehydrating with acetoni-
trile and drying in a Speed-Vac centrifuge (Thermo Fisher
Scientific, Waltham, MA), the gel spot was rehydrated in a
minimal volume of trypsin (Promega, Madison, USA) solution
(12.5 mg/ml in 25 mM ammonium bicarbonate) and incubated at
37uC overnight. The liquid was transferred to a 200 ml micro-
centrifuge tube, while the precipitated solids extracted once with
the buffer (67% acetonitrile containing 2.5% trifluoroacetic acid).
Then, both liquids were combined and completely dried in a
SpeedVac centrifuge prior to re-suspension in 5 ml of 0.1%
trifluoroacetic acid followed by mixing in 1:1 ratio with a saturated
solution of a-cyano-4-hydroxy-trans-cinnamic acid in 30%
acetonitrile containing 0.1% trifluoroacetic acid.
One ml of the abovementioned solution were spotted onto
stainless steel sample target plates. Peptide mass spectra were
obtained on a Bruker UltraFlex III MALDI TOF/TOF mass
spectrometer (Bruker Daltonics, Karlsruhe, Germany). Data were
acquired in the positive MS reflector mode using 6 external
standards for the instrument calibration (Peptide Calibration
Standard II, Bruker Daltonics). Mass spectra were obtained for
each sampled spot by accumulation of 600–800 laser shots in an
800–5,000 Da mass range. For the MS/MS spectra, 5 most
abundant precursor ions per sample were selected for subsequent
fragmentation, and 1,000–1,200 Da laser shots were accumulated
per precursor ion. The criterion for precursor selection was a
minimum S/N of 50.
Database search
Both MS and MS/MS data were interpreted and processed by
using Flexanalysis 3.0 (Bruker Daltonics). The obtained MS and
MS/MS spectra per spot were combined, and submitted to
MASCOT search engine (V2.3, Matrix Science, London, U.K.)
by Biotools 3.1 (Bruker Daltonics). Parameters selected included:
the NCBInr database (2010.01.20, 10348164 sequences; 3529470745
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select.html), taxonomy of all entries followed by ‘Bacteria’ or ‘Fungi’
database, trypsin of the digestion enzyme, up to one missed cleavage
site, parent ion mass tolerance at 100 ppm, MS/MS mass tolerance of
0.6 Da, carbamidomethylation of cysteine (global modification), and
methionine oxidation (variable modification). The probability score
(95% confidence level) calculated by the software was used as a
criterion for correct identification.
Due to the vast varieties of soil sample sources, the protein mass
spectra were searched sequentially against three databases (all
entries, ‘Bacteria’ and ‘Fungi’ database). Firstly, the item, ‘all
entries’, was entered for the search. Then, the ‘Bacteria’ or ‘Fungi’
database, was separately applied when significant matching was
not obtained in the first attempt. The above strategy alleviated the
problem of missing some of the mass spectra for matches in
searching against ‘all entries’, and allowed significant matching
results by searching against ‘Bacteria’ and ‘Fungi’ databases. Both
MS/MS and MS data were utilized for the identification of
proteins. The proteins sharing equal searching by MS/MS and
MS were preferentially selected. Then, proteins matched at least
two MS/MS peptides or three PMFs were subjected to further
identification. Only the proteins with the highest score and similar
predicted molecular mass were selected. Finally, these unknown
proteins were identified by using mass spectrometry based BLAST
(MS BLAST) [77–79].
Supporting Information
Figure S1 Proposed metabolic model for rhizosphere
soil proteins as inferred by metaproteomic data.
Identification numbers (E.C.-.-.-.-.) refer to identified proteins.
EMP: Embden-Meyerhof pathway. TCA: tricarboxylic acid cycle.
GAC: glyoxylic acid cycle. PPP: pentose phosphate pathway.
(DOC)
Table S1 Proteins identified by equal MS/MS and MS
searching.
(DOC)
Table S2 Proteins identified by MS/MS.
(DOC)
Table S3 Proteins identified by MS.
(DOC)




We would like to thank Prof Jinzhi Huang, visiting Scholar from the USA
for his careful review of the manuscript, as well as valuable comments and
suggestions. Thanks are also extended to Qisong Li, a postgraduate student
of School of Life Sciences, Fujian Agriculture and Forestry University, P.R.
China, for helping us finish the work on MALDI TOF/TOF MS analyses
in this study.
Author Contributions
Conceived and designed the experiments: WXL LKW Zhongyi Z.
Performed the experiments: LKW HBW Zhixing Z. Zhongyi Z. Analyzed
the data: LKW HBW Zhixing Z. Wrote the paper: LKW HBW RL WXL.
References
1. Qu XH, Wang JG (2008) Effect of amendments with different phenolic acids on
soil microbial biomass, activity, and community diversity. Appl Soil Ecol 39:
172–179.
2. Wu FZ, Wang XZ, Xue CY (2009) Effect of cinnamic acid on soil microbial
characteristics in the cucumber rhizosphere. Eur J Soil Biol 45: 356–362.
3. Liu HY, Wang F, Wang YP, Lu CT (2006) The causes and control of continuous
cropping barrier in Dihuang (Rehmannia glutinosa Libosch.). Acta Agriculturae
Boreali-Sinica 21: 131–132. (in Chinese with English abstract).
4. Zhang ZY, Li P, Chen J, Liu YS, Xing JB (2003) Analyses on the trace elements
of soils in geo-authentic and non-authentic production areas of Flos Lonicearae.
China Journal of Chinese Materia Medica 28: 207–213. (in Chinese with
English abstract).
5. Zhao YJ, Chen Z (1991) Effect of N, P and K supply on dry matter
accumulation and nutrient contents of Rehmannia glutinosa Libosch. China Journal
of Chinese Materia Medica 14: 3–6. (in Chinese with English abstract).
6. Liang YL, Chen ZJ, Xu FL, Zhang CG, Du SN, et al. (2004) Soil continuous
cropping obstacles in facility agriculture on Loess Plateau. Journal of Soil and
Water Conservation 18: 134–136. (in Chinese with English abstract).
7. DuJF,YinWJ,ZhangZY,HouJ, Huang J,etal.(2009) Autotoxicityandphenolic
acids content in soils with different planting interval years of Rehmannia glutinosa.
Chinese Journal of Ecology 28: 445–450. (in Chinese with English abstract).
8. Zhu GJ, Wang MD, Wu ZW, Sun FL, Jia XC (2007) Analysis of potential
allelochemicals in soils around rhizosphere of Rehmannia Glutinosa Libosch by
GC-MS. Henan Science 14: 255–257. (in Chinese with English abstract).
9. Shiomi Y, Nishiyama M, Onizuka T, Marumoto T (1999) Comparison of
bacterial community structures in the rhizoplane of tomato plants grown in soils
suppressive and conducive towards bacterial wilt. Appl Environ Microb 65:
3996–4001.
10. Chen H, Hao HR, Xiong J, Qi XH, Zhang ZY, et al. (2007) Effects of successive
cropping Rehmannia glutinosa on rhizosphere soil microbial flora and enzyme
activities. Chinese Journal of Applied Ecology 18: 2755–2759. (in Chinese with
English abstract).
11. Mukerji KG, Manoharachary C (2006) Rhizosphere biology-an overview. In:
Mukerji KG, Manoharachary C, Singh J, eds. Microbial activity in the
rhizosphere. Heidelberg: Springer-Verlag. pp 1–39.
12. Buscot F (2005) What are soils? In: Varma A, Buscot F, eds. Microorganisms in
soils: roles in genesis and functions. Heidelberg: Springer-Verlag. pp 3–18.
13. Vance ED, Brookes PC, Jenkinson DS (1987) An extraction method
formeasuring soilmicrobial biomass C. Soil Biol Biochem 19: 703–707.
14. Landi L, Renella G, Moreno JL, Falchini L, Nannipieri P (2000) Influence of
cadmium on the metabolic quotient, L-: D-glutamic acid respiration ratio and
enzyme activity: microbial biomass ratio under laboratory conditions. Biol Fertil
Soils 32: 8–16.
15. Fredrickson JK, Mckinley JP, Nierzwickibauer SA, White DC, Ringelberg DB,
et al. (1995) Microbial community structure and biogeochemistry of miocene
subsurface sediments-implications for long-term microbial survival. Mol Ecol 4:
619–626.
16. Eilers H, Pernthaler J, Glockner FO, Amann R (2000) Culturability and in situ
abundance of pelagic bacteria from the north sea. Appl Environ Microbiol 66:
3044–3051.
17. Abram F, Gunnigle1 E, O’Flaherty V (2009) Optimisation of protein
extraction and 2-DE for metaproteomics of microbial communities from
anaerobic wastewater treatment biofilms. Electrophoresis 30: 4149–
4151.
18. Wilmes P, Bond P (2004) The application of two-dimensional polyacrylamide gel
electrophoresis and downstream analyses to a mixed community of prokaryotic
microorganisms. Environ Microbiol 6: 911–920.
19. Taylor E, Williams M (2010) Microbial protein in soil: Influence of extraction
method and C amendment on extraction and recovery. Microbial Ecol 59:
390–399.
20. Neumann G (2007) Root exudates and nutrient cycling. In: Marschner P,
Rengel Z, eds. Nutrient cycling in terrestrial ecosystems. Heidelberg: Springer-
Verlag. pp 123–157.
21. Giovannetti M, Sbrana C, Citernesi AS, Avio L (1996) Analysis of factors
involved in fungal recognition responses to host-desired signals by arbuscular
mycorrhizal fungi. New Phytol 133: 65–71.
22. Kapoor R, Mukerji KG (2006) Rhizosphere microbial community dynamics. In:
Mukerji KG, Manoharachary C, Singh J, eds. Microbial activity in the
rhizosphere. Heidelberg: Springer-Verlag. pp 55–69.
23. Baker MD, Wolanin PM, Stock JB (2005) Signal transduction in bacterial
chemotaxis. Bioessays 28: 9–22.
24. Phillips DA, Fox TC, King MD, Bhuvaneswari TV, Teuber LR (2004)
Microbial products trigger amino acid exudation from plant roots. Plant Physiol
136: 2887–2894.
25. Sacchi GA, Abruzzese A, Lucchini G, Fiorani F, Cocucci S (2000) Efflux and
active re-absorption of glucose in roots of cotton plants grown under saline
conditions. Plant Soil 220: 1–11.
26. Costa G, Michaut JC, Guckert A (1997) Amino acids exuded from axenic roots
of lettuce and white lupin seedlings exposed to different cadmium concentra-
tions. J Plant Nutr 20: 883–900.
27. Kochian LV (1995) Cellular mechanisms of aluminum toxicity and resistance of
plants. Annu Rev Plant Physiol Plant Mol Biol 46: 237–260.
Metaproteomic Analysis on Crop Rhizosphere Soil
PLoS ONE | www.plosone.org 11 May 2011 | Volume 6 | Issue 5 | e2061128. Vancura V (1967) Root exudates of plants. III. Effect of temperature and cold
shock on the exudation of various compounds from seeds and seedlings of maize
and cucumber Plant Soil 27: 319–328.
29. Reid CPP (1974) Assimilation, distribution and root exudation of
14Cb y
ponderosa pine seedlings under induced water stress. Plant Physiol 54: 44–49.
30. Neumann G, Ro ¨mheld V (2000) The release of root exudates as affected by the
plant physiological status. In: Pinton R, Varanini Z, Nannipieri Z, eds. The
rhizosphere: biochemistry and organic substances at the soil-plant interface. New
York: Marcel Dekker. pp 41–89.
31. Wu FZ, Zhao FY (2003) Study on root exudates and continues cropping
obstacle. Journal of Northeast Agricultural University 34: 114–118. (in Chinese
with English abstract).
32. Liu F, Wen XS, Liu YF, Dong QT (2007) Effect of stachyose on microbiotic
disequilibrium in rhizospheric soil of Rehmannia glutinosa. Chinese Traditional and
Herbal Drugs 38: 1871–1874. (in Chinese with English abstract).
33. Wu ZW, Wang MD, Liu XY, Chen HG, Jia XC (2009) Phenolic compounds
accumulation in continuously cropped Rehmannia glutinosa soil and their effects on
R. glutinosa growth. Chinese Journal of Ecology 28: 660–664. (in Chinese with
English abstract).
34. Ter Steege MW, Stulen I, Wiersema PK, Posthumus F, Vaalburg W (1999)
Efficiency of nitrate uptake in spinach: impact of external nitrate concentration
and relative growth rate on nitrate influx and efflux. Plant Soil 208: 125–134.
35. Neumann G, Ro ¨mheld V (2002) Root-induced changes in the availability of
nutrients in the rhizosphere. In: Waisel Y, Eshel A, Kafkafi U, eds. Plant roots.
New York: Marcel Dekker. pp 617–649.
36. Semenov AW, van Bruggen AHC, Zelnev VV (1999) Moving waves of bacterial
populations and total organic carbon along roots of wheat. Microbiol Ecol 37:
116–128.
37. Crowley D (2000) Function of siderophores in the plant rhizosphere. In:
Pinton R, Varanini Z, Nannipieri Z, eds. The rhizosphere: biochemistry and
organic substances at the soil-plant interface. New York: Marcel Dekker. pp
223–261.
38. Miller AJ, Cramer MD (2004) Root nitrogen acquisition and assimilation. Plant
Soil 274: 1–36.
39. Cakmak I, Marschner H (1988) Increase in membrane permeability and
exudation in roots of zinc-deficient plants. J Plant Physiol 132: 356–36.
40. Jones DL (1998) Organic acids in the rhizosphere-a critical review. Plant Soil
205: 25–44.
41. Cramer MD, Lewis OAM (1993) The influence of nitrate and ammonium
nutrition on the growth of wheat (Triticum aestivum) and maize (Zea mays) plants.
Ann Bot 72: 359–365.
42. Coruzzi G, Bush DR (2001) Nitrogen and carbon nutrient and metabolite
signaling in plants. Plant Physiol 125: 61–64.
43. Cho HY, Kong KH (2005) Molecular cloning, expression, and characterization
of a phi-type glutathione S-transferase from Oryza sativa. Pestic Biochem Phys 83:
29–36.
44. Zhang K, Nagaratnam PD (1994) Inhibitory effects of plant polyphenols on rat
liver glutathione S-transferases. Biochem Pharmacol 47: 2063–2068.
45. He HQ, Shen LH, Song BQ, Guo YC, Liang YY, et al. (2005) Interactive effects
between allelochemical substitutes. Chinese Journal of Appiled Ecology 16:
890–8994. (in Chinese with English abstract).
46. Wang RH, Zhou BL, Zhang QF, Lian H, Fu YW (2006) Effects of vanillin and
cinnamic acid in root exudates of eggplants on Verticillium dahliae etc. Acta
Ecologica Sinica, 2006 26: 3152–3155. (in Chinese with English abstract).
47. Alscher RG, Erturk N, Heath LS (2002) Role of superoxide dismutases (SODs)
in controlling oxidative stress in plants. J Exp Bot 53: 1331–1341.
48. Chelikani P, Fita I, Loewen PC (2004) Diversity of structures and properties
among catalases. Cell Mol Life Sci 61: 192–208.
49. Shahidi-Noghabi S (2010) Toxicity and mode of action of plant lectins with a
ricin-B domain against pest insects. Ghent: Ghent University-Faculty of
Bioscience Engineering. 205 p.
50. Afroz A, Khan MR, Ahsan N, Komatsu S (2009) Comparative proteomic
analysis of bacterial wilt susceptible and resistant tomato cultivars. Peptides 30:
1600–1607.
51. Maguire M, Coates Anthony RM, Henderson B (2002) Chaperonin 60 unfolds
its secrets of cellular communication. Cell Stress Chaperon 7: 317–329.
52. Meister A (1988) Glutathione metabolism and its selective modification. J Biol
Chem 263: 17205–17208.
53. Rajan S, Anne-Catherine DB, Pascale R, Joel C, Mathias S, et al. (1999) The
structure of threonyl-tRNA synthetase-tRNA
Thr complex enlightens its repressor
activity and reveals an essential zinc ion in the active site. Cell 97: 371–381.
54. Blum M, Boehler M, Randall E, Young V, Csukai M, et al. (2010)
Mandipropamid targets the cellulose synthase-like PiCesA3 to inhibit cell wall
biosynthesis in the oomycete plant pathogen, Phytophthora infestans. Mol Plant
Pathol 11: 227–243.
55. Cicchillo RM, Iwig DF, Jones AD, Nesbitt NM, Baleanu-Gogonea C, et al.
(2004) Lipoyl synthase requires two equivalents of S-adenosyl-L-methionine to
synthesize one equivalent of lipoic acid. Biochemistry 43: 6378–6386.
56. Kitakawa M, Grohmann L, Graack HR, Isono K (1990) Cloning and
characterization of nuclear genes for two mitochondrial ribosomal proteins in
Saccharomyces cerevisiae. Nucleic Acids Res 18: 1521–1529.
57. Gottig N, Garavaglia BS, Garofalo CG, Orellano EG, Ottado J (2009) A
filamentous hemagglutinin-like protein of Xanthomonas axonopodis pv. citri,t h e
phytopathogen responsible for citrus canker, is involved in bacterial virulence.
PLoS One 4: e4358.
58. Scharf B, Schmitt R (2002) Sensory transduction to the flagellar motor of
Sinorhizobium meliloti. J Mol Microbiol Biotechnol 4: 183–186.
59. Yost CK, Clark KT, Del Bel KL, Hynes MF (2003) Characterization of the
nodulation plasmid encoded chemoreceptor gene mcpG from Rhizobium
leguminosarum. BMC Microbiol 3: 1.
60. Russo A, Felici C, Toffanin A, Go ¨tz M, Collados C, et al. (2005) Effect of
Azospirillum inoculants on arbuscular mycorrhiza establishment in wheat and
maize plants. Biol Fertil Soils 41: 301–309.
61. Mirza MS, Ahmad W, Latif F, Haurat J, Bally R, et al. (2001) Isolation, partial
characterisation, and effect of plant growth-promoting bacteria (PGPB) on
micro-propagated sugarcane in vitro. Plant Soil 237: 47–54.
62. Sahin F, Cakmakci R, Kantar F (2004) Sugar beet and barley yields in relation
to inoculation with N2 fixing and phosphate solubilizing bacteria. Plant Soil 265:
123–129.
63. Kumar RS, Ayyadurai N, Pandiaraja P, Reddy AV, Venkateswarlu Y, et al.
(2005) Characterization of antifungal metabolite produced by a new strain
Pseudomonas aeruginosa PUPa3 that exhibits broad-spectrum antifungal activity
and biofertilizing traits. J Appl Microbiol 98: 145–154.
64. Read DJ, Perez-Moreno J (2003) Mycorrhizas and nutrient cycling in
ecosystems-a journey towards relevance? New Phytol 157: 475–492.
65. Qi JJ, Yao HY, Ma XJ, Zhou LL, Li XN (2009) Soil microbial community
composition and diversity in the rhizosphere of a Chinese medicinal plant.
Commun Soil Sci Plan 40: 1462–1482.
66. Li YB, Liu JG, Gu DY (2007) Allelopathic autotoxicity of plants and its
application in agriculture. Journal of Agro-Environment Science 26: 347–350.
(in Chinese with English abstract).
67. Meharg AA, Killham K (1995) Loss of exudates from the roots of perennial
ryegrass inoculated with a range of micro-organisms. Plant Soil 170: 345–349.
68. Ju HY, Han LM, Wang SQ, Cong DL (2002) Allelopathic effect of root exudates
on pathogenic fungi of root rot in continuous cropping soybean. Chinese Journal
of Applied Ecology 13: 723–727. (in Chinese with English abstract).
69. Wang HB, He HB, Yang GD, Ye CY, Niu BH, et al. (2010) Effects of two
species of inorganic arsenic on the nutrient physiology of rice seedlings. Acta
Physiol Plant 32: 245–251.
70. Shi XD, Liu YF, Wen ZQ, Wang WW (2006) Research progress in plant root
bleeding. Journal of Anhui Agricultural Sciences 34: 2043–2045.
71. Wang HB, Zhang ZX, Li H, He HB, Fang CX, et al. (2011) Characterization of
metaproteomics in crop rhizospheric soil. J Proteome Res. In press.
72. Laemmli UK (1970) Cleavage of structural proteins during the assembly of the
head of bacteriophage T4. Nature 227: 680–685.
73. O’Farrell PH (1975) High-resolution 2-dimensional electrophoresis of proteins.
J Biol Chem 250: 4007–4021.
74. Blum H, Beiers H, Gross HJ (1987) Improved silver staining of plant proteins,
RNA and DNA in polyacrylamide gels. Electrophoresis 8: 93–99.
75. Shevchenko A, Bork P, Ens W, Standing KG (2001) Charting the proteomes of
organisms with unsequenced genomes by MALDI–quadrupole time-of-flight
mass spectrometry and BLAST homology searching. Anal Chem 73:
1917–1926.
76. Huang CZ, Lin XM, Wu LN, Zhang DF, Liu D, et al. (2006) Systematic
identification of the subproteome of Escherichia coli cell envelope reveals the
interaction network of membrane proteins and membrane-associated peripheral
proteins. J Proteome Res 5: 3268–3276.
77. Siddiki AM, Wastling JM (2009) Charting the proteome of Cryptosporidium parvum
sporozoites using sequence similarity-based BLAST searching. J Vet Sci 10:
203–210.
78. Habermann B, Oegema J, Sunyaev S, Shevchenko A (2004) The power and the
limitations of cross-species protein identification by mass spectrometry-driven
sequence similarity searches. Mol Cell Proteomics 3: 238–249.
79. Benndorf D, Vogt C, Jehmlich N, Schmidt Y, Thomas H (2009) Improving
protein extraction and separation methods for investigating the metaproteome of
anaerobic benzene communities within sediments. Biodegradation 20: 737–750.
Metaproteomic Analysis on Crop Rhizosphere Soil
PLoS ONE | www.plosone.org 12 May 2011 | Volume 6 | Issue 5 | e20611